ABSTRACT We report the soil microbial diversity and functional aspects related to degradation of recalcitrant compounds, determined using a metagenomic approach, in a landfill lysimeter prepared with soil from Ghazipur landfill site, New Delhi, India. Metagenomic analysis revealed the presence and functional diversity of complex microbial communities responsible for waste degradation.
Euryarchaeota 1.31%, Thaumarchaeota 1.21%, Cyanobacteria 1.13%, "Candidatus Woesebacteria" 0.58%, Deinococcus-Thermus 0.52%, Ascomycota 0.35%, Nitrospirae 0.35%, Verrucomicrobia 0.34%, and Balneolaeota 0.30%. Other phyla were present in much lower percentages. At the genus level, the Streptomyces genus, with a percentage abundance of 1.85%, was found to be the most abundant. During the functional analysis of the metagenome, the leading pathway subclasses found included those involving metabolism of carbohydrate, amino acids, energy, nucleotides, and lipids, xenobiotic biodegradation.
The metagenomic analysis revealed the presence of diverse microbial communities and the functional analysis suggested the presence of various genes related to degradation of xenobiotic compounds under prevailing environmental conditions. Accession number(s). The obtained nucleotide sequences were submitted to the NCBI Sequence Read Archive (SRA) under the accession number SRX2861368.
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